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"…they have all one language; and this they begin to do: and now nothing will be restrained 27 from them, which they have imagined to do. Go to, let us go down, and there confound their 28 language, that they may not understand one another's speech." 29 Genesis, Chapter 11, verses 6-7 30 31
In the book of Genesis a spiteful God replaces a single, unifying language with a diversity of 32 different ones, removing at a stroke mankind's ability to work together towards a common goal. 33
We believe that the Tower of Babel myth has clear relevance to the snake venom literature, 34
particularly to the nomenclature of snake venom toxins. factor" which has been known since the late 19 th century (Vogel, 1991) is part of the 64 complement system from its name alone? Indeed, we have recently shown (Hargreaves et al., 65 2014a) that the complement c3 gene has in fact been duplicated in cobras, giving rise to cobra 66 venom factor, which should more accurately be called complement c3b to reflect its true 67 evolutionary history. 68
We have previously suggested (Hargreaves et al., 2014b) that the "evolutionary characterization  Gene duplicates should be assigned the suffix "a" or "b" to indicate them as being 84 paralogs, e.g. gene2a and gene2b. 85
In addition, we would suggest that where toxins are known only from peptide or protein 86 sequences, without accompanying characterized gene sequences, they should be named on 87 the basis of similarity to existing toxins using the suffix "-like" or be acknowledged as 88 uncharacterized toxins. We should not shy away from acknowledging our ignorance, nor from 89 presenting challenges to future researchers. That being said, it seems likely that the availability 90 of genomic and transcriptomic data from an ever-growing range of species (see next section) 91 will go at least some way to facilitating the identification of toxins in proteomic studies. 92
With the recent publication of the whole genome sequences of two species of snake (the 93 Burmese python Python molurus bivittatus and the king cobra, Ophiophagus hannah (Castoe et 94 al., 2013 ,Vonk et al., 2013 ), ongoing projects for several more (Castoe et al., 2011) and 95 increasing amounts of transcriptomic data becoming available for a wide variety of species it is 96 now more important than ever that these data are made as easily accessible, understandable 97 and useable as possible. Whilst we appreciate the historical nature of the names of many snake 98 venom toxins and do not argue that their sometimes rich history should be neglected, we must 99 also consider the needs of the present and the future. The field of snake venom research should 100 not distance itself from the rest of biology via the continued use of non-standardized 101 nomenclature. If we want to facilitate collaboration with those from other research fields it is important that we all speak the same languageonly then can we work together to better 103 understand the origins and evolution of snake venom; its composition and function and its 104 possible utility in the development of novel therapeutics. 105
We note that Toxicon, unlike many other journals, does not currently suggest or enforce a 106 standard nomenclature of genes reported in its papers. We therefore respectfully suggest that 107 the Editors of this journal are well-placed to lead the way in the acquisition and development of 108 a standardized nomenclatural system for snake venom toxins (and, indeed, for the toxins of 
